In 2018, senecavirus A was detected for the first time in Vietnam. This report contains the first complete genome of a senecavirus A isolate collected from pigs in Kon Tum Province, Vietnam. This novel incursion has substantial implications for regional control of vesicular transboundary diseases.
including the 6,546-nt open reading frame, 667-nt 5= untranscribed region (UTR), and 76-nt 3= UTR. Annotations were based on comparisons of the nucleotide and inferred amino acid sequences with published SVA sequences and protease cleavage sites (10) . This sequence had 98.5% to 99% homology with isolates collected in China in 2015 and 2016 (GenBank accession no. KX173339, KX173338, KX173340, and KY038016).
This detection of SVA in Vietnam is highly important as a demonstration of further spread of this (recently) geographically constrained pathogen. The cocirculation of FMDV and SVA in Southeast Asia hinders control efforts for both viruses and could potentially lead to emergence of novel viruses through recombination. Additional surveillance is needed to determine the spread of SVA in Southeast Asia, and rapid diagnostic tests are needed to differentiate SVA and FMDV. Until adequate methods are available to effectively differentiate SVA and FMDV infections, substantial resources will be misdirected toward SVA cases, including premise quarantines, animal movement restrictions, FMDV vaccinations, and, potentially, trade restrictions.
Data availability. The complete genome nucleotide sequence of SVA/VIT/3187/ 2018 described herein has been deposited in GenBank under the accession no. MH704432. The version described in this paper is the first version, MH704432.1. The raw sequencing reads are available in the Sequence Read Archive (SRA) under the accession no. PRJNA497427.
